Appl. No. 10/614,599 

Amendment dated November 13, 2006 

Reply to Office Action of August 1 , 2006 

Amendments to the Specification: 

Please replace the current paper copy of the Sequence Listing with the paper copy of the 
substitute Sequence Listing submitted herewith. Please insert the paper copy of the substitute 
Sequence Listing after the Abstract. 

Please replace the paragraph beginning at page 1, line 4, previously amended by 
Preliminary Amendment, with the following. 

This application is a continuation of USSN 09/715,747, filed November 17, 2000, which 
is a Continuation-in-part of USSN 09/715,418, filed November 16, 2000 and USSN 60/166,177, 
filed November [[17]] 18, 1999. The contents of these applications are incorporated by reference 
in their entireties. 

Please replace the paragraph beginning at page 5, line 21 with the following. 
Figure 3 is a Pfam analysis of the polypeptide (SEP ID NO:38) encoded by human EST 
AA3 15020 (SEQ ID NO:4). 

Please replace the paragraph beginning at page 5, line 25 with the following. 

Figure 4B shows an alignment of amino acids 28 131 28-128 of SEQ ID NO:3 with 
amino acids 1-101 of Acc. No. AY 007220, an S-100 type binding protein , and consensus 
sequence (SEP ID NO:40) . 

Please replace the paragraph beginning at page 5, line 28 with the following. 

Figure 4C shows an alignment of amino acids 28 131 15-118 of SEQ ID NP:6 
with amino acids 1 101 1-104 of Acc. No. AY007220 , and consensus sequence (SEP ID 
NP:49) . 
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Appl. No. 10/614,599 

Amendment dated November 13, 2006 

Reply to Office Action of August 1, 2006 

Please replace the paragraph beginning at page 6, line 10 with the following. 

Figure 7 is a CAP alignment and consensus of human assembly 656772 1-3-frag (SEQ ID 
NO:5) compared to human EST AA3 1 5020 ( SEP ID NO:48; the complementary strand 
sequence of SEP ID NP:4 \ and CuraGen assembly 65677221 (SEP ID NP:37V 

Please replace the paragraph beginning at page 9, line 12, with the following. 

Figs. 4B-4E show comparisons of portions of the amino acid sequences shown in Table 3 
(SEQ ID NP:3) and Table 6 (SEQ ID NP:6) to S-100-type calcium binding proteins. Fig 4B 
shows an alignment of amino acids 28 131 28 - 128 of SEQ ID NP:3 with amino acids 1-101 of 
Acc. No. AY007220 (SEQ ID NP;39) [[a]] an S-100 type calcium binding protein. Identical or 
conserved amino acid residues are indicated in black shading. These residues may be required to 
preserve structural or functional properties of the protein. Amino acids shaded in gray can be 
mutated to a residue with comparable steric and/or chemical properties without altering protein 
structure or function, e.g., L to V, I or M. Non-highlighted amino acid can potentially be 
mutated to a much broader extent without altering structure or function. 

Please replace the paragraph beginning at page 9, line 21, with the following. 
Fig. 4C shows an alignment of amino acids 28 131 15-118 of SEQ ID NP:6 with amino 
acids 1-104 of Acc. No. AY007220. Shading is as explained for FIG. 4B. 
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